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Figure 1
Schematic of cloning step used in library construction
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Figure 2

Primer sequences for library construction
YOL22 cattticagggatagcaage SEQ ID No: 1
TRAV12-2 | ctegeggeccagecggecatggeccagaaggaggtggageagaatic SEQID No: 2
TRBVS? ctattctcacagegegeaggacgetggagtcacccaaag SEQ ID No: 3
TRBV7?® ctattctcacagegegeagggtgctggagicicccag SEQIDNo: 4
TRBVI11-1 | ctatictcacagcegegcaggaagcetgaagtigeccagtee SEQID No: 5
TRBVI11-3 | ctattctcacagegegeaggaagetggagtggtic SEQID No: 6
TRBVI14 ctattctcacagegegeaggaagetggagttactcagtte SEQ ID No: 7
TRBV20-1 | ctattctcacagegegeagggtgctgtegtctctcaacat SEQID No: 8
TRBV27 ctattctcacagegegcaggaageccaagigacccaga SEQID No: 9
TRBV30 ctattctcacagcgegceagictcagactaticatcaatgg SEQ ID No: 10
YOL237 gagtctcicagetggtacacgg SEQ ID No: 11
YOL240 agtgtggccttitggoigtg SEQ ID No: 12
YOL236 ccgtgtaccagetgagagacic SEQ ID No: 13
YOL238 gcgegetgtgagaatagaaag SEQ ID No: 14
YOL239 cacacccaaaaggecacact SEQ ID No: 15

*TRBVS amplifies subgroups 5-4, 5-5, 5-6 and 5-7
S TRBV7 amplifies subgroups 7-3, 7-4, 7-6, 7-7, 7-8
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Figure 3
Detection of phage particles bearing antigen-specific TCR by ELISA screening from a library

comprising TRAV{2-2 and TRBV3S
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Figure 4
Detection of phage particles bearing antigen-specific TCR by ELISA screening from a library

comprising TRAV12-2 and TRBV7
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Figure 5
Detection of phage particles bearing antigen-specific TCR by ELISA screening from a library

comprising TRAV{2-2 and TRBV11-1
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Figure 6
Detection of phage particles bearing antigen-specific TCR by ELISA screening from a library

comprising TRAV12-2 and TRBV11-3
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Figure 7
Detection of phage particles bearing antigen-specific TCR by ELISA screening from a library

comprising TRAV12-2 and TRBV 14
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Figure 8
Detection of phage particles bearing antigen-specific TCR by ELISA screening from a library

comprising TRAV12-2 and TRBV20-1
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Figure 9
Detection of phage particles bearing antigen-specific TCR by ELISA screening from a library

comprising TRAV12-2 and TRBV27
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Figure 10

Detection of phage particles bearing antigen-specific TCR by ELISA screening from a library
comprising TRAV12-2 and TRBV30
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Figure 11

Representative Biacore data for TCRs obtained from libraries of the invention.

a) TRAV12-2 and TRBVS, b) TRAV12-2 and TRBV30.
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TCR LIBRARIES

CROSS-REFERENCE TO RELATED
APPLICATIONS

This application is a continuation of co-pending U.S.
application Ser. No. 15/759,775, filed Mar. 13, 2018, which
is the National Stage of International Application No. PCT/
EP2016/071757, filed Sep. 15, 2016, which claims the
benefit of and priority to Great Britain Patent Application
Ser. No. 1516272.0, filed on Sep. 15, 2015, the contents of
which are incorporated by reference in their entirety.

SEQUENCE LISTING

The instant application contains a Sequence Listing which
has been filed electronically in ASCII format and is hereby
incorporated by reference in its entirety. Said ASCII copy,
created on Aug. 19, 2021, is named 49749_US_Sequence_
Listing.txt and is 4,970 bytes in size.

The present invention relates to a library of particles, the
library displaying a plurality of different T cell receptors
(TCRs), wherein the plurality of TCRs consists essentially
of TCRs comprising an alpha chain comprising an alpha
chain variable domain that is a TRAV12-2 gene product and
a beta chain comprising a beta chain variable domain that is
a gene product of a single TRBV gene and wherein when the
TRAV12-2 is from a natural repertoire, the beta chain
variable domain does not comprise a TRBV6 gene product
from a natural repertoire.

BACKGROUND

T cell receptors (TCRs) mediate the recognition of spe-
cific major histocompatibility complex (MHC)-restricted
peptide antigens by T cells and are essential to the func-
tioning of the cellular arm of the immune system. In humans,
MHC molecules are also known as human leukocyte anti-
gens (HLLA) and both terms are used synonymously herein.
The terms ‘peptide antigen’ ‘peptide-MHC’ and ‘peptide-
HLA’ refer to the antigen recognised by TCRs. TCRs exist
only in membrane bound form and for this reason TCRs
have historically been very difficult to isolate. Most TCRs
are composed of two disulphide linked polypeptide chains,
the alpha and beta chain. TCRs are described herein using
the International Immunogenetics (IMGT) TCR nomencla-
ture and links to the IMGT public database of TCR
sequences. Native alpha-beta heterodimeric TCRs have an
alpha chain and a beta chain. Broadly, each chain comprises
variable, joining and constant regions, and the beta chain
also usually contains a short diversity region between the
variable and joining regions, but this diversity region is often
considered as part of the joining region. Each variable region
comprises three hypervariable CDRs (Complementarity
Determining Regions) embedded in a framework sequence;
CDR3 is believed to be the main mediator of antigen
recognition. There are several types of alpha chain variable
(Vo) regions and several types of beta chain variable (V)
regions distinguished by their framework, CDR1 and CDR2
sequences, and by a partly defined CDR3 sequence. The Vo
types are referred to in IMGT nomenclature by a unique
TRAV number. Thus “TRAV12-2” defines a TCR Va region
having unique framework and CDR1 and CDR2 sequences,
and a CDR3 sequence which is partly defined by an amino
acid sequence which is preserved from TCR to TCR but
which also includes an amino acid sequence which varies
from TCR to TCR. In the same way, “TRBV9” defines a
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TCR Vp region having unique framework and CDR1 and
CDR2 sequences, but with only a partly defined CDR3
sequence. It is known that there are 54 alpha variable genes,
of which 44 are functional, and 67 beta variable genes, of
which 42 are functional, within the alpha and beta loci
respectively (Scaviner D. and Lefranc M. P. (2000) Exp Clin
Immunogenet, 17(2), 83-96; Folch G. and Lefranc M. P.
(2000) Exp Clin Immunogenet, (2000) 17(1), 42-54; T cell
Receptor Factsbook”, (2001) LeFranc and LeFranc, Aca-
demic Press, ISBN 0-12-441352-8. As is known to those
skilled in the art definitions of functionality may vary. Thus,
for the sake of clarity, we consistently refer to the Interna-
tional Immunogenetics (IMGT) TCR nomenclature as found
at the IMGT website www.imgt.org (as accessed 17 Aug.
2015).

The joining regions of the TCR are similarly defined by
the unique IMGT TRAJ and TRBJ nomenclature, and the
constant regions by the IMGT TRAC and TRBC nomen-
clature (Scaviner D. and Lefranc M. P. (2000) Exp Clin
Immunogenet, 17(2), 97-106; Folch G. and Lefranc M. P.
(2000) Exp Clin Immunogenet, 17(2), 107-14; T cell Recep-
tor Factsbook”, (2001) LeFranc and LeFranc, Academic
Press, ISBN 0-12-441352-8).

The beta chain diversity region is referred to in IMGT
nomenclature by the abbreviation TRBD, and, as mentioned,
the concatenated TRBD/TRBI regions are often considered
together as the joining region.

The gene pools that encode the TCR alpha and beta chains
are located on different chromosomes and contain separate
V, (D), ] and C gene segments, which are brought together
by rearrangement during T cell development. This leads to
a very high diversity of T cell alpha and beta chains due to
the large number of potential recombination events that
occur between the 54 TCR alpha variable genes and 61 alpha
J genes or between the 67 beta variable genes, two beta D
genes and 13 beta J genes. The recombination process is not
precise and introduces further diversity within the CDR3
region. Each alpha and beta variable gene may also comprise
allelic variants, designated in IMGT nomenclature as
TRAVxx*01 and *02, or TRBVx-x*01 and *02 respectively,
thus further increasing the amount of variation. In the same
way, some of the TRBJ sequences have two known varia-
tions. (Note that the absence of a “*” qualifier means that
only one allele is known for the relevant sequence). The
natural repertoire of human TCRs resulting from recombi-
nation and thymic selection has been estimated to comprise
approximately 10° unique beta chain sequences, determined
from CDR3 diversity (Arstila, T. P, et al (1999) Science,
286(5441), 958-61) and could be even higher (Robins, H. S.
et al. (2009) Blood, 114(9), 4099-4107). Each beta chain is
estimated to pair with at least 25 different alpha chains thus
generating further diversity (Arstila, T. P., et al (1999)
Science, 286(5441), 958-61).

In the present specification and claims, the term “TCR
alpha (or o) variable domain” therefore refers to the con-
catenation of TRAV and TRAJ regions; a TRAV region only;
or TRAV and a partial TRAIJ region, and the term TCR alpha
(or o) constant domain refers to the extracellular TRAC
region, or to a C-terminal truncated or full length TRAC
sequence. Likewise the term “TCR beta (or [) variable
domain” may refer to the concatenation of TRBV and
TRBD/TRBIJ regions; to the TRBV and TRBD regions only;
to the TRBV and TRBI regions only; or to the TRBV and
partial TRBD and/or TRBJ regions, and the term TCR beta
(or ) constant domain refers to the extracellular TRBC
region, or to a C-terminal truncated or full length TRBC
sequence.
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The unique sequences defined by the IMGT nomenclature
are widely known and accessible to those working in the
TCR field. For example, they can be found in the IMGT
public database. The “T cell Receptor Factsbook™, (2001)
LeFranc and LeFranc, Academic Press, ISBN 0-12-
441352-8 also discloses sequences defined by the IMGT
nomenclature, but because of its publication date and con-
sequent time-lag, the information therein sometimes needs
to be confirmed by reference to the IMGT database.

It has long been desirable to identify TCRs consisting
essentially of alpha and beta chain sequences that specifi-
cally bind to particular antigens, such that for example the
TCRs, or their soluble analogues, can be developed to
provide basis for potential therapeutics. The antigens rec-
ognised by the identified TCRs may be associated with a
disease, such as cancer, viral infections, inflammatory dis-
eases, autoimmune diseases, parasitic infections and bacte-
rial infections. Therefore, such therapies can be used for the
treatment of said diseases.

Furthermore, once TCRs have been identified and their
sequences determined, mutations can be introduced that
result in an increase in affinity or half-life, as needed, such
as described in W02012/013913.

Traditionally, attempts to identify TCRs that specifically
bind to disease-associated antigens, such as cancer, viral,
autoimmune, inflammatory, parasite or bacterial antigens,
have been limited to the use of blood samples taken from
volunteer donors. Such samples are used to isolate T cells
and their corresponding TCRs which bind disease associated
antigens. This approach generally requires at least 20 donors
to have a reasonable expectation of success. The process is
long and labour intensive, and there is no guarantee of
identifying antigen binding TCRs. Where functional TCRs
are identified they often have weak affinity for antigen, low
specificity, and/or do not fold properly in vitro. The diversity
of T cells that are able to be screened is limited to the T cell
diversity within donors. Some disease-associated antigens,
including the majority of cancer-antigens, are self-antigens;
since thymic selection serves to remove TCRs that recognise
self-antigens, TCRs specific for disease associated antigens
may not be present in the natural repertoire of the donors, or
else may have weak affinity for antigen.

Attempts to design a library for the isolation of new TCRs
with antigen binding specificity have been on-going for
several years. TCR libraries are far more difficult to create
than comparable antibody libraries, since TCR chains are
less stable and often do not display correctly. The complexi-
ties involved in constructing a library of TCRs are enor-
mous. Retaining variation in CDR3 length, (as found in
natural repertoires) is preferable. A substantial portion of any
library is generally lost to stop codons, frame shifts, folding
problems and TCR chain combinations that could simply
never bind to an HLA complex. Taking into account the huge
number of variable alpha and variable beta genes, as well as
the J and D genes, the chance of producing and identifying
a functional folding alpha chain and a functional folding
beta chain that together form a TCR that binds to an
antigenic peptide with the required specificity, is extremely
low.

A number of attempts at constructing libraries have been
made. The first herein described below are based on syn-
thetic TCR libraries; that is, the TCRs in the library contain
mutations, typically within the CDRs, which have been
introduced in vitro using random mutagenesis. Therefore,
the sequences of any individual TCR chain contained in
these libraries may not correspond to any found in a natural
repertoire. The whole library will not correspond to a natural
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repertoire due to only certain mutations being present in the
synthetic libraries. In the previously disclosed synthetic
libraries random mutations were introduced into the CDR
regions of alpha and beta chains of a single known TCR,
such that all TCRs in the library contain the same alpha and
beta framework sequence but with randomly generated CDR
sequences. Further analysis of the library demonstrated that
it was not successtul for the identification of antigen specific
TCRs. Specifically, it was found that a large proportion of
the TCR chains were non-functional, for various reasons: in
many cases the sequences were truncated or contained
frameshifts. In other cases, although full length TCR chains
were identified they were unable to fold correctly; finally,
TCRs isolated from the library were not able to specifically
bind an antigen when subjected to further testing. It is
thought that the non-natural diversity in these synthetic
libraries may be one reason why the libraries were not
successful. The introduction of non-natural mutations may
interfere with proper TCR function. Furthermore, the intro-
duced diversity in CDR3 may be limited compared to a
natural TCR repertoire. As exemplified by CDR3 sequence
length in a natural repertoire, a huge diversity in CDR3
sequences is generated during TCR assembly in T cells. By
basing a library on mutations at specific locations, the
diversity of CDR3 sequences may be very much restricted,
particularly in respect of the CDR3 sequence length. Finally,
non-natural TCR sequences will not have been subjected to
the thymic selection process that occurs in vivo.

These reasons go some way to explain, without wishing
to be bound by theory, why the attempts to build libraries
from which specifically binding TCRs were hoped to be
identified, described below, were not successful.

WO02005/116646 describes a library based on a known
(natural) TCR in which the six CDRs were mutated indi-
vidually or in combination, i.e. all TCRs in the library were
non-natural but based on a naturally identified TCR frame-
work region. WO 2005/114215 further relates to products
obtained from such a library. The library was screened with
several other antigens (in addition to that to which the
original TCR bound). However, this resulted in only one
productive full-length TCR sequence being isolated. In
further experiments, it was found that this TCR was cross
reactive.

Thus, libraries based on in vitro-mutated TCRs have been
constructed, but have not enabled the isolation of new TCRs
with sufficient antigen binding specificity to be useful.

A library based on an entirely natural repertoire wherein
the naturally derived alpha and beta chains were mixed
randomly, (as discussed below), has been constructed but
was not successful in identifying any TCRs which specifi-
cally bind antigen.

In particular, WO2005/116074 describes a library of
nucleoproteins, each displaying on its surface a polypeptide
comprising a native TCR alpha variable domain sequence or
a native TCR beta variable domain sequence. The library
described in this publication was constructed from a number
of alpha and beta chains; 43 V alpha class genes and 37 V
beta class genes were amplified from the mRNA pool used
to generate the library. It is stated in this document that three
rounds of phage display led to the isolation of clones which
bound to the peptide being tested. These clones are
described as having been identified during ELISA screening
as determined by strong ELISA signals. However, strong
ELISA signals were also observed when these clones were
tested for binding an alternative peptide-HLLA; therefore, the
TCR clones were not specific for peptide. Further analysis of
this library indicated similar issues to those described above
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for synthetic libraries in that they contained a large propor-
tion of non-productive TCR chains as well as TCRs that
were unable to fold correctly. The library described therein
was thus not useful for identifying new antigen-binding
TCRs.

Therefore, there is need for a TCR library that enables the
more reliable identification of functional TCRs comprising
an alpha chain variable domain and a beta chain variable
domain, which library may be screened using a variety of
peptide antigens in order to identify such useful TCRs. The
identified TCRs can then either be used at their natural
affinity or could be used in, for example, phage display
maturation, to enhance affinity.

SUMMARY OF INVENTION

The present invention provides in a first aspect, a library
of particles, the library displaying a plurality of different T
cell receptors (TCRs), wherein the plurality of TCRs con-
sists essentially of TCRs comprising an alpha chain com-
prising an alpha chain variable domain that is a TRAV12-2
gene product and a beta chain comprising a beta chain
variable domain that is a gene product of a single TRBV
gene and wherein when the TRAV12-2 is from a natural
repertoire, the beta chain variable domain does not comprise
a TRBV6 gene product from a natural repertoire. Variable
domains are as described above i.e. they may also comprise
complete or partial TRAJ or TRBD and/or TRBJ regions,
respectively.

The single TRBV gene may be one of:

TABLE 2

Folch et al 2000 (Exp Clin Immunogenet 17:42-54).

TRBV1
TRBV2
TRBV3-1
TRBV3-2
TRBV4-1
TRBV4-2
TRBV4-3
TRBV3-1
TRBV3-2
TRBV3-3
TRBV35-4
TRBV3-5
TRBV3-6
TRBV3-7
TRBV3-8
TRBV6-1
TRBV6-2
TRBV6-3
TRBV6-4
TRBV6-5
TRBV6-6
TRBV6-7
TRBV6-8
TRBV6-9
TRBV7-1
TRBV7-2
TRBV7-3
TRBV7-4
TRBV7-5
TRBV7-6
TRBV7-7
TRBV7-8
TRBV7-9
TRBVS-1
TRBVS-2
TRBV9
TRBV10-1
TRBV10-2
TRBV10-3
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TABLE 2-continued

Folch et al 2000 (Exp Clin Immunogenet 17:42-54).

TRBV11-1
TRBV11-2
TRBV11-3
TRBV12-1
TRBV12-2
TRBV12-3
TRBV12-4
TRBV12-5
TRBV13
TRBV14
TRBV15
TRBV16
TRBV17
TRBV18
TRBV19
TRBV20-1
TRBV21-1
TRBV22-1
TRBV23-1
TRBV24-1
TRBV25-1
TRBV26
TRBV27
TRBV28
TRBV29-1
TRBV30

The CDR3 sequence of the alpha and/or beta variable
domains may be obtained from a natural repertoire. Alter-
natively the CDR3 sequence of the alpha and/or beta vari-
able domains may be designed artificially and may contain
a non-natural mutation. The framework, CDR1 and/or
CDR2 may contain a non-natural mutation.

The alpha chain variable domain and the beta chain
variable domain may be displayed as a single polypeptide
chain.

The TCRs are displayed on particles and may comprise a
non-native disulphide bond between a constant region of the
alpha chain and a constant region of the beta chain. Such
non-native di-sulphide bonds are described for example, in
WO 03/020763. Alternatively, the TCRs displayed on par-
ticles may comprise a native disulphide bond between a
constant region of the alpha chain and a constant region of
the beta chain.

Each alpha chain and each beta chain may comprise a
dimerization domain, which is preferably heterologous.
Such a heterologous domain may be a leucine zipper, a SH3
domain or hydrophobic proline rich counter domains, or
other similar modalities, as known in the art.

The particles forming the library may be phage particles.

Alternatively, the library may be a library of ribosomes.
Alternatively, the library may be a yeast display library, so
the particles may be yeast cells. The particles may be
mammalian cells.

The library may be suitable for screening with a peptide
antigen. Such a peptide antigen may comprise HLA, such as
HLA-A, B or C, e.g. HLA-A2.

A further aspect of the invention provides an isolated T
cell receptor (TCR) comprising a TCR alpha chain variable
domain comprising a TRAV12-2 gene product and a TCR
beta chain variable domain comprising a beta chain variable
domain that is a gene product of a single TRBV gene product
obtained from a library of the first aspect of the invention.
The TCR may be soluble, or may be suitable for expression
on cells. Also encompassed by the invention is a nucleic acid
encoding a TCR alpha chain variable domain and/or a beta
chain variable domain of the said TCR.
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As a further aspect, the invention provides the use of a
library of the first aspect, to identify a TCR that specifically
binds to a peptide antigen. The peptide antigen may be used
to screen the library of the invention for a TCR to which it
binds. The peptide antigen may comprise HLLA-A, such as
HLA-A, B, C, G or E, or non-classical HLAs such as CD1.
The peptide antigen may comprise HLA-A2.

A further aspect provides a method of obtaining a TCR
that specifically binds a peptide antigen, comprising screen-
ing the library of the first aspect with the peptide antigen, the
method comprising; a) panning the library using as a target
the peptide antigen; b) repeating step a) one or more times;
¢) screening the phage clones identified in steps a) or b); and
d) identifying a TCR that specifically binds the peptide
antigen. The peptide antigen may comprise HLA-A, B, C, G
or E, or non-classical HLLAs such as CD1, The peptide
antigen may comprise HLA-A2.

In a further aspect, the invention is concerned with a
method of making a library of particles, the library display-
ing a plurality of different TCRs, the method comprising: 1)
obtaining a plurality of nucleic acids that encode different
TRAV12-2 alpha chain variable domains; ii) obtaining a
plurality of nucleic acids that encode different TRBV beta
chain variable domains of a single TRBV gene; iii) cloning
the TRAV12-2 alpha chain variable domain encoding
nucleic acids into expression vectors; iv) cloning the TRBV
beta chain variable domain encoding nucleic acids into the
same or different vectors; and v) expressing the vectors in
particles, thereby generating a library consisting essentially
of TCRs comprising an alpha chain variable domain and a
beta chain variable domain encoded by the nucleic acids.

A further method of the invention of making a library of
particles is provided, the library displaying a plurality of
different TCRs, the method comprising: 1) obtaining a plu-
rality of nucleic acids that encode different TRAV12-2 alpha
chain variable domains using primers that hybridise to
nucleic acids encoding TRAV12-2 alpha chain variable
domains; ii) obtaining a plurality of nucleic acids that
encode different TRBV beta chain variable domains of a
single TRBV gene using primers that hybridise to nucleic
acids encoding the TRBV beta chain variable domains iii)
cloning the TRAV12-2 alpha chain variable domain encod-
ing nucleic acids into expression vectors; iv) cloning the
TRBV beta chain variable domain encoding nucleic acids
into the same or different vectors; and v) expressing the
vectors in particles, thereby generating a library consisting
essentially of TCRs comprising an alpha chain variable
domain and a beta chain variable domain encoded by the
nucleic acids to which said primers hybridise.

The single TRBV gene may be one of:

TABLE 2

Folch et al 2000 (Exp Clin Immunogenet 17:42-54).

TRBV1

TRBV2

TRBV3-1
TRBV3-2
TRBV4-1
TRBV4-2
TRBV4-3
TRBV3-1
TRBV3-2
TRBV3-3
TRBV35-4
TRBV3-5
TRBV3-6
TRBV3-7
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TABLE 2-continued

Folch et al 2000 (Exp Clin Immunogenet 17:42-54).

TRBV3-8
TRBV6-1
TRBV6-2
TRBV6-3
TRBV6-4
TRBV6-5
TRBV6-6
TRBV6-7
TRBV6-8
TRBV6-9
TRBV7-1
TRBV7-2
TRBV7-3
TRBV7-4
TRBV7-5
TRBV7-6
TRBV7-7
TRBV7-8
TRBV7-9
TRBVS-1
TRBVS-2
TRBV9
TRBV10-1
TRBV10-2
TRBV10-3
TRBV11-1
TRBV11-2
TRBV11-3
TRBV12-1
TRBV12-2
TRBV12-3
TRBV12-4
TRBV12-5
TRBV13
TRBV14
TRBV15
TRBV16
TRBV17
TRBV18
TRBV19
TRBV20-1
TRBV21-1
TRBV22-1
TRBV23-1
TRBV24-1
TRBV25-1
TRBV26
TRBV27
TRBV28
TRBV29-1
TRBV30

A forward primer may be designed to hybridise to the
TRAV12-2 locus or the chosen TRBV locus. A reverse
primer may be designed to hybridise, at least in part to the
alpha or beta constant region, respectively, such that the
resulting PCR product contains the variable regions, through
to the joining regions and at least part of the constant region.
Transcription, translation or post-translation events may
result in truncation, or deletion of some or all of the joining
and/or constant regions, including the diversity region in the
case of the beta chain sequences.

All or part of each of the nucleic acids of the plurality of
nucleic acids in step (i) and/or step (ii) encoding TRAV12-2
or TRBV may be obtained synthetically and/or may be
designed artificially.

All or part of the framework region, CDR1, CDR2 and/or
CDR3 may be obtained synthetically and/or designed arti-
ficially. At least the CDR3 sequence of the nucleic acids of
step (1) and step (i) may be designed artificially, or may be
from a natural repertoire.

The nucleic acid sequences of step (i) and step (ii) may be
obtained from a natural repertoire, or may be partially or
completely designed artificially.
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In some instances, non-natural mutations may be intro-
duced to the nucleic acid sequences prior to step iii). The
mutations may be introduced after step 1) and/or ii), or after
steps iii) and/or iv).

In either method of making a library of the invention the
TCR alpha chain variable domain and the TCR beta chain
variable domain are preferably expressed from the same
vector, i.e. nucleic acids that encode each of the alpha and
beta chain variable domains are cloned into the same vector.
The alpha chain variable domain and the beta chain variable
domain may be expressed as a single polypeptide or as
separate polypeptides.

The invention provides as a further aspect a method of
obtaining a T cell receptor that specifically binds a peptide
antigen, comprising screening a library of the first or second
aspect of the invention with the peptide antigen. The peptide
antigen may comprise HLA-A, B, C, G or E, or non-classical
HLAs such as CD1. The peptide antigen may comprise
HLA-A2.

A particle displaying on its surface a TCR in accordance
with the invention is also included in the scope of the present
invention.

The library of the invention is non-naturally occurring as
it includes TCR(s) that are not naturally occurring or those
that would be considered “isolated” as that term is used
herein; and accordingly, TCRs of the invention are likewise
patent-eligible subject matter as such TCRs are not naturally
occurring or those that would be considered “isolated” as
that term is used herein. Similarly, cells and particles of the
invention are patent-eligible subject matter because by dis-
playing on its surface or expressing a TCR of the invention,
the cell or particle is not naturally occurring or that which
would be considered “isolated” as that term is used herein.

It is also noted that in this disclosure and particularly in
the claims and/or paragraphs, terms such as “comprises”,
“comprised”, “comprising” and the like can have the usual
meaning attributed to it; e.g., they can mean “includes”,
“included”, “including”, and the like; and that terms such as
“consisting essentially of” and “consists essentially of”” have
the meaning generally ascribed to them e.g., they allow for
elements not explicitly recited, but exclude elements that are
found in the prior art or that affect a basic or novel
characteristic of the invention.

These and other embodiments are disclosed or are obvi-
ous from and encompassed by, the following description.

BRIEF DESCRIPTION OF THE DRAWINGS

The following detailed description, given by way of
example, but not intended to limit the invention solely to the
specific embodiments described, may best be understood in
conjunction with the accompanying drawings, wherein:

FIG. 1 outlines the cloning strategy used for library
creation;

FIG. 2 details the primer sequences used in the library
construction;

FIG. 3 shows detection of phage particles bearing an
antigen specific TCR by ELISA screening from a library
comprising TRAV12-2 and TRBVS;

FIG. 4 shows detection of phage particles bearing an
antigen specific TCR by ELISA screening from a library
comprising TRAV12-2 and TRBV7;

FIG. 5 shows detection of phage particles bearing an
antigen specific TCR by ELISA screening from a library
comprising TRAV12-2 and TRBV11-1;
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FIG. 6 shows detection of phage particles bearing an
antigen specific TCR by ELISA screening from a library
comprising TRAV12-2 and TRBV11-3;

FIG. 7 shows detection of phage particles bearing an
antigen specific TCR by ELISA screening from a library
comprising TRAV12-2 and TRBV14;

FIG. 8 shows detection of phage particles bearing an
antigen specific TCR by ELISA screening from a library
comprising TRAV12-2 and TRBV20-1;

FIG. 9 shows detection of phage particles bearing an
antigen specific TCR by ELISA screening from a library
comprising TRAV12-2 and TRBV27;

FIG. 10 shows detection of phage particles bearing an
antigen specific TCR by ELISA screening from a library
comprising TRAV12-2 and TRBV30; and

FIG. 11 shows Biacore data for a TCR obtained from a
library comprising TRAV12-2 and TRBVS and from a
library comprising TRAV12-2 and TRBV30.

DETAILED DESCRIPTION OF THE
INVENTION

According to the invention, there is provided a library
displaying a plurality of different T cell receptors (TCRs),
wherein the plurality of TCRs consists essentially of TCRs
comprising an alpha chain comprising an alpha chain vari-
able domain that is a TRAV12-2 gene product and a beta
chain comprising a beta chain variable domain that is a gene
product of a single TRBV gene and wherein when the
TRAV12-2 is from a natural repertoire, the beta chain
variable domain does not comprise a TRBV6 gene product
from a natural repertoire.

The single TRBV gene may be one of the known TRBV
genes set out in the table below.

TABLE 2

Folch et al 2000 (Exp Clin Immunogenet 17:42-54).

TRBV1

TRBV2

TRBV3-1
TRBV3-2
TRBV4-1
TRBV4-2
TRBV4-3
TRBV5-1
TRBV3-2
TRBV3-3
TRBV3-4
TRBVS-5
TRBV3-6
TRBV35-7
TRBV3-8
TRBV6-1
TRBV6-2
TRBV6-3
TRBV6-4
TRBV6-5
TRBV6-6
TRBV6-7
TRBV6-8
TRBV6-9
TRBV7-1
TRBV7-2
TRBV7-3
TRBV7-4
TRBV7-5
TRBV7-6
TRBV7-7
TRBV7-8
TRBV7-9
TRBVS-1
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TABLE 2-continued

Folch et al 2000 (Exp Clin Immunogenet 17:42-54).

TRBVS-2
TRBV9
TRBV10-1
TRBV10-2
TRBV10-3
TRBV11-1
TRBV11-2
TRBV11-3
TRBV12-1
TRBV12-2
TRBV12-3
TRBV12-4
TRBV12-5
TRBV13
TRBV14
TRBV15
TRBV16
TRBV17
TRBV18
TRBV19
TRBV20-1
TRBV21-1
TRBV22-1
TRBV23-1
TRBV24-1
TRBV25-1
TRBV26
TRBV27
TRBV28
TRBV29-1
TRBV30

In particular, the TRBV gene may be TRBVS, TRBV7,
TRBV11-1, TRBV11-3, TRBV14, TRBV20-1, TRBV27 or
TRBV30.

Preferably, the TRBV gene may be functional.

By “consisting essentially of” it is meant that the majority
of the TCRs in the library comprise TRAV12-2 and the
particular TRBV but that the minority may comprise differ-
ent alpha or beta chain variable domains due to non-specific
hybridisation of primers when making the library, or regions
of high homology between genes in the alpha or beta
variable loci genes. The amount of the majority may be
defined as below.

The plurality of TCRs may consist of 80% of TCRs
comprising an alpha chain variable domain comprising a
TRAV12-2 gene product and a beta chain variable domain
comprising a TRBV gene product. The plurality of TCRs
may consist of 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%,
97%, 98%, 99%, 100% of TCRs comprising an alpha chain
variable domain comprising a TRAV12-2 gene product and
a beta chain variable domain comprising the particular
TRBV gene product.

The remaining 20% or less of the plurality of TCRs may
comprise different alpha chain variable domain gene prod-
ucts paired with the TRBV beta chain variable domain gene
products and different beta chain variable domain gene
products paired with TRAV12-2 variable domain gene prod-
ucts. Or different TRAV gene products paired with different
TRBV gene products.

The library of the present invention may therefore contain
a plurality of TCRs each having the following alpha chain
and beta chain V, I, (D) and C gene usage:

alpha chain—TRAV12-2/TRAJxx/TRAC; and

beta chain—TRBVyy/TRBDx/TRBJxx/TRBC1, TRBC2
or a chimera of C1 and C2,

wherein xx is any of the 61 alpha J genes or 13 beta J
genes, respectively, and Dx represents either of the 2 beta D
genes, and wherein yy is any one of the TRBV genes.
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As discussed above the J, D or C regions may each be
fully or partially present or absent.

Preferably the V, D, J and C genes are human.

By gene product it is meant a polypeptide, which may
include post-translation modification, that is encoded by the
nucleic acid sequence of the indicated gene. As is known to
the skilled person, each TCR alpha or beta chain variable
domain gene contains variation in the CDR3 regions, as
discussed above, meaning that the gene products of
TRAV12-2 or the particular TRBV will also vary enor-
mously.

The alpha and/or beta chain sequences may be obtained
from a natural repertoire. By “from a natural repertoire” it is
meant that at least the CDR3 sequences within the plurality
of TCRs corresponds directly to those of a natural repertoire,
with respect to, for example, sequence length and amino
acid composition. In this case the alpha and beta chain
variable domains may be expressed from DNA sequences
that have been amplified from human donors. In other
words, the diversity of the alpha and/or beta CDR3 domains
of the TCRs of the library has been naturally generated
during T cells development in vivo. Furthermore, this means
that the sequences of all the alpha and beta chains in the
library will have been selected for during thymic selection.
The random combination of these alpha and beta chains,
which occurs during library creation, may result in an
alternative repertoire of alpha beta chain combinations com-
pared to that originally present in vivo (i.e. in the donor(s)).
The DNA sequences may be obtained indirectly e.g. by
producing cDNA from donor mRNA. The cDNA sequences
may then be used as templates to produce DNA sequences
from which the plurality of different TCRs is produced.

Alternatively, the alpha and/or beta chain sequences may
be designed artificially. By “designed artificially” it is meant
that the diversity of CDR3 sequences within the plurality of
TCRs may not correspond to a natural repertoire. In this case
the sequences may be generated, for example, using DNA
synthesis with degenerate oligonucleotides, such as NNK,
NNN, or NNS, incorporated at defined locations within the
CDR3 sequence, or through the introduction of non-natural
mutations as defined below. Preferably, the diversity of
artificial designed CDR3 sequences in the library is designed
to resemble that of a natural repertoire, with respect to, for
example, variation in sequence length and amino acid com-
position. Preferably the total diversity of designed artifi-
cially CDR3 sequences within the library is greater than that
obtained from a natural repertoire.

Therefore, by designed artificially it is meant that the
sequence has the same or similar (i.e. 90% sequence identity
to an amino acid sequence of a TRAV12-2 gene product or
to the particular TRBV gene product from a natural reper-
toire. The sequence may not be 100% identical to the
sequence of any TRAV12-2 or TRBV gene product as found
in a natural repertoire. The sequence may have been, for
example and as known to the skilled person, optimised for
codon usage, folding ability, stability, removal of cleavage
sites, removal/addition of glycosylation or amidation or
other post translation modification sites. Such modification
may be amino acid substitution, addition or deletion, i.e. by
introducing one or more non-natural mutations, which is
encompassed within the definition of “designed artificially”.
The substitution may be a conservative amino acid substi-
tution or a non-conservative amino acid substitution, as
understood by the person skilled in the art. Typically, such
modifications occur within the framework region of the
TRAV12-2 and/or TRBV gene product.
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Non-natural mutations may be introduced by any way
known in the art. Non-natural mutations may be randomly
generated, or specifically defined, or both. For example,
randomly generated mutations may be incorporated at
defined positions using site-saturation mutagenesis in which
the native amino acid coding sequence is replaced by the
coding sequence of all other naturally occurring amino
acids; thereby, creating additional library diversity at a
defined position. The method may involve replicating the
DNA of interest using PCR amplification with degenerate
synthetic oligonucleotides as primers. Preferably, such
mutations are made within the CDR regions of the alpha
and/or beta chain variable domain. Alternatively, or addi-
tionally, defined mutations, including insertions and dele-
tions, may be introduce at certain positions using, for
example, commercially available kits, such as the Quik
Change Site Directed Mutagensis Kit from Stratagene.

The library may display TCRs where 10%, 15%, 20%,
25%, 30%, 40%, 50%, 60%, 70%, 75%, 80%, 85%, 90%,
95% or 100% of the alpha chain variable domains or beta
chain variable domains comprise a non-natural mutation.

The library of the present invention preferably comprises
at least 1x10® particles that display an of TCR chain
combination.

The library may be a library of phage particles. Phage
display is described in WO 2004/044004.

Alternatively, the library is a library of ribosomes. Ribo-
some display is known in the art. The particles may be
complete ribosomal complexes or parts thereof.

Yeast display systems may be used, meaning that the
library may be a library of yeast cells.

An additional display methodology suitable for the cre-
ation of TCRs libraries is mammalian cell display. This
system uses a retroviral vector to introduce the TCR alpha
and beta chains into a TCR-negative T cell hybridoma. The
method is further described in Chervin et al. (2008) J
Immunol Methods, 339, 175-84; and Kessels et al. (2000)
Proc Natl Acad Sci USA, 97, 14578-83).

Any library of particles that is able to display heterodi-
meric or single chain TCRs, as described, is encompassed by
the invention.

Single chain TCRs include a.f TCR polypeptides of the
type: Va-L-Vp, VpB-L-Va, Va-Ca-L-VP, Va-L-V-Cp or
Va-Co-L-VB-Cp, optionally in the reverse orientation,
wherein Vo and VP are TCR o and § variable regions
respectively, Ca and Cp are TCR a and f§ constant regions
respectively, and L is a linker sequence. Single chain TCRs
are further described in W02004/033685; W(098/39482;
WO001/62908; Weidanz et al. (1998) J Immunol Methods
221(1-2): 59-76; Hoo et al. (1992) Proc Natl Acad Sci USA
89(10): 4759-4763; Schodin (1996) Mol Immunol 33(9):
819-829).

The alpha and/or beta chain constant domain may be
truncated relative to the native/naturally occurring TRAC/
TRBC sequences. In addition, where present, the TRAC/
TRBC may contain modifications. The alpha chain extra-
cellular sequence may include a modification in relation to
the native/naturally occurring TRAC whereby amino acid
T48 of TRAC, with reference to IMGT numbering, is
replaced with C48. Likewise, the beta chain extracellular
sequence may include a modification in relation to the
native/naturally occurring TRBC1 or TRBC2 whereby S57
of TRBC1 or TRBC2, with reference to IMGT numbering,
is replaced with C57, and C75 is replaced by A75 and N89
replaced D89. These cysteine substitutions relative to the
native alpha and beta chain extracellular sequences enable
the formation of a non-native interchain disulphide bond
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which stabilises the refolded soluble TCR, i.e. the TCR
formed by refolding extracellular alpha and beta chains. This
non-native disulphide bond facilitates the display of cor-
rectly folded TCRs on phage, (Li, Y., et al. Nat Biotechnol
2005: 23(3), 349-54). In addition the use of the stable
disulphide linked soluble TCR enables more convenient
assessment of binding affinity and binding half-life. Alter-
native substitutions are described in W0O03/020763. Alter-
natively, the alpha and beta constant domains may be linked
by a disulphide bond which corresponds to that found in
nature.

To further, or alternatively, stabilise the heterodimeric
TCRs, each alpha chain and each beta chain may comprise
a dimerization domain, which may be heterologous to the
native TCR chain sequence.

In particular, the dimerization domain may be a leucine
zipper. This term describes pairs of helical peptides which
interact with each other in a specific fashion to form a
heterodimer. The interaction occurs because there are
complementary hydrophobic residues along one side of each
zipper peptide. The nature of the peptides is such that the
formation of heterodimers is very much more favourable
than the formation of homodimers of the helices. Leucine
zippers may be synthetic or naturally occurring, such as
those described in W(099/60120. Alternative dimerization
domains include disulphide bridge-forming elements. Alter-
natively, it may be provided by the SH3 domains and
hydrophobic/proline rich counterdomains, which are
responsible for the protein-protein interactions seen among
proteins involved in signal transduction (reviewed by
Schlessinger, (Schlessinger, J., Curr Opin Genet Dev. 1994
February; 4(1):25-30). Other natural protein-protein inter-
actions found among proteins participating in signal trans-
duction cascades rely on associations between post-transla-
tionally modified amino acids and protein modules that
specifically recognise such modified residues. Such post-
translationally modified amino acids and protein modules
may form the dimerisation domain of the TCR chains of the
library in accordance with the invention.

Without being bound by theory, the size of the library of
the present invention, i.e. the reduced number of alpha and
beta chain variable domain genes that are represented
therein in relation to a full (or near full) repertoire, is thought
to be a possible reason why specific functional TCRs are
able to be identified from the library of the invention. In the
larger “natural” libraries previously described, it may be that
certain alpha chains do not pair with certain beta chains, and
thus much of the library is nonfunctional. It may be that
certain chain types do not fold correctly on the surface of
phage. It may be that each alpha chain is not expressed or
displayed sufficiently frequently to be paired with the
“ideal” beta chain, and vice versa, and thus reducing the
chances of identifying a specific functional TCR comprising
an alpha and beta chain. The inventors have found that the
TRAV12-2 chain is particularly suitable, when paired with
any single beta chain, to produce libraries from which useful
TCRs can be routinely identified

As a further aspect, the invention provides an isolated T
cell receptor (TCR) comprising a TCR alpha chain variable
domain comprising a TRAV12-2 gene product and a TCR
beta chain variable domain comprising a TRBV gene prod-
uct isolated from a library according to the first aspect of the
invention.

By isolated it is meant that the TCR is removed from its
natural environment, i.e. not a TCR that is displayed natu-
rally on a T cell in vivo.
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The TCR may specifically bind to a peptide antigen. Such
a TCR obtained from the library of the invention may bind
with strong affinity and high specificity to the peptide
antigen, as determined by, for example but not limited to,
ELISA or BiaCore. The TCR may be taken through further
affinity maturation such that binding affinity and/or half-life
is increased. The TCR may be soluble, i.e. it may be cleaved
from the transmembrane domain, such as described in WO
03/020763. The TCR may contain a non-native disulphide
bond as described above. The TCR may be fused to detect-
able labels including, but not limited to, fluorescent labels,
radiolabels, enzymes, nucleic acid probes and contrast
reagents, or to therapeutic agents including, but not limited
to, immunomodulators, radioactive compounds, enzymes
(perforin for example) or chemotherapeutic agents (cis-
platin for example) (W02010/133828). The TCR may be
non-naturally expressed on the surface of cells, preferably
mammalian cells, more preferably immune cells, even more
preferably T cells.

Binding affinity (inversely proportional to the equilibrium
constant K,,) and binding half-life (expressed as T'2) can be
determined by any appropriate method. It will be appreci-
ated that doubling the affinity of a TCR results in halving the
K. TV is calculated as In2 divided by the off-rate (k). So
doubling of TY% results in a halving ink, » K, and k,values
for TCRs are usually measured for soluble forms of the
TCR, i.e. those forms which are truncated to remove hydro-
phobic transmembrane domain residues. Therefore it is to be
understood that a given TCR meets the requirement that it
has a binding affinity for, and/or a binding half-life for a
peptide antigen if a soluble form of that TCR meets that
requirement. Preferably the binding affinity or binding half-
life of a given TCR is measured several times, at a defined
temperature using the same assay protocol and an average of
the results is taken. More preferable the binding affinity or
binding half life is measured by surface plasmon resonance
at a temperature of 25° C. A preferred method is given in
Example 6.

For the purposes of the present invention, as described
above, a TCR is a moiety having at least one TCR alpha and
at least one TCR beta variable domain. Generally it will
comprise both a TCR alpha variable domain and a TCR beta
variable domain. They may be o heterodimers or may be
single chain format, by which it is meant a single polypep-
tide contains both the alpha chain and the beta chain, such
as described in WO 2004/033685.

Single chain TCRs encompass af TCR polypeptides of
the type: Va-L-Vf, VB-L-Va, Va-Ca-L-Vf, Va-L-V-Cp
or Va-Ca-L-VB-Cp, optionally in the reverse orientation,
wherein Vo and VP are TCR o and § variable regions
respectively, Ca and Cp are TCR a and f§ constant regions
respectively, and L is a linker sequence. Alternatively the
TCR may comprise a TCR a chain extracellular domain
dimerised to a TCR B chain extracellular domain by means
of'a pair of C-terminal dimerisation peptides, such as leucine
zippers, such TCRs are described in WO 99/60120. For use
in adoptive therapy, an aff heterodimeric TCR may, for
example, be transfected into cells, such as T cells, as full
length chains having both cytoplasmic and transmembrane
domains. If desired, an introduced disulphide bond between
residues of the respective constant domains may be present
(see for example WO 2006/000830). Alternatively, the alpha
and beta constant domains may be linked by a disulphide
bond which corresponds to that found in nature.

Included in the invention is a nucleic acid that encodes a
TCR alpha chain variable domain and/or a TCR beta chain
variable domain of the TCR of the invention. The alpha and
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beta chains may be expressed from separate nucleic acids or
from one nucleic acid molecule. If from the same nucleic
acid molecule, the alpha and beta chains may be expressed
as independent polypeptides, or as a single chain.

The nucleic acid comprises a TRAV12-2 sequence and/or
a TRBV nucleic acid sequence. The nucleic acid may also
comprise a TRAJ sequence and/or a TRBD/TRBJ sequence.
The nucleic acid may also comprise the TRAC and/or
TRBC1 or TRBC2 nucleic acid sequence, or partial
sequences thereof.

In a further aspect of the invention, the use of the library
of the first or second aspect to identify a TCR that specifi-
cally binds a peptide antigen is provided. As mentioned,
TCRs that bind specifically to a peptide antigen are desirable
for a variety of reasons.

A further aspect of the invention provides a method of
making a library according to the first aspect of the inven-
tion. The method comprises: 1) obtaining a plurality of
nucleic acids that encode different TRAV12-2 alpha chain
variable domains; ii) obtaining a plurality of nucleic acids
that encode different TRBV beta chain variable domains of
a particular TRBV gene; iii) cloning the TRAV12-2 alpha
chain variable domain encoding nucleic acids into expres-
sion vectors; iv) cloning the TRBV beta chain variable
domain encoding nucleic acids into the same or different
vectors; and v) expressing the vectors in particles, thereby
generating a library consisting essentially of TCRs compris-
ing an alpha chain variable domain and a beta chain variable
domain encoded by the nucleic acids.

The nucleic acids may be obtained entirely or partially by
PCR using mRNA obtained from donor blood. Alternatively,
the nucleic acids may be obtained entirely or partially by
synthetic means, for example using solid phase DNA syn-
thesis, such as carried out commercially by Life Technolo-
gies. The nucleic acids of 1) and ii) may be obtained by
copying/amplifying the nucleotide sequence trans cDNA,
which has been made from mRNA from a donor’s T cell
repertoire. The nucleic acids that are obtained that encode
different TRAV12-2 alpha or TRBV beta chain variable
domains may be the only nucleic acids obtained i.e. step 1)
may involve obtaining only nucleic acids that encode dif-
ferent TRAV12-2 alpha chain variable domains and step ii)
may involve obtaining only nucleic acids that encode dif-
ferent TRBV beta chain variable domains of a particular
TRBV gene. The library generated may be a library con-
sisting essentially of TCRs comprising an alpha chain vari-
able domain and a beta chain variable domain, wherein the
alpha chain variable domain comprises a TRAV12-2 gene
product and the beta chain variable domain comprises a
particular TRBV gene product.

The invention also provides a method of making a library
of particles, the library displaying a plurality of different
TCRs, the method comprising: i) obtaining a plurality of
nucleic acids that encode different TRAV12-2 alpha chain
variable domains using primers that hybridise to nucleic
acids encoding TRAV12-2 alpha chain variable domains; ii)
obtaining a plurality of nucleic acids that encode different
TRBYV beta chain variable domains of a single TRBV gene
using primers that hybridise to nucleic acids encoding the
TRBV beta chain variable domains; iii) cloning the
TRAV12-2 alpha chain variable domain encoding nucleic
acids into expression vectors; iv) cloning the TRBV beta
chain variable domain encoding nucleic acids into the same
or different vectors; and v) expressing the vectors in par-
ticles, thereby generating a library consisting essentially of
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TCRs comprising an alpha chain variable domain and a beta
chain variable domain encoded by the nucleic acids to which
said primers hybridise.

The single TRBV gene may be one of the known TRBV s

genes set out below:

TABLE 2

Folch et al 2000 (Exp Clin Immunogenet 17:42-54).

TRBV1
TRBV2
TRBV3-1
TRBV3-2
TRBV4-1
TRBV4-2
TRBV4-3
TRBV3-1
TRBV3-2
TRBV3-3
TRBV35-4
TRBV3-5
TRBV3-6
TRBV3-7
TRBV3-8
TRBV6-1
TRBV6-2
TRBV6-3
TRBV6-4
TRBV6-5
TRBV6-6
TRBV6-7
TRBV6-8
TRBV6-9
TRBV7-1
TRBV7-2
TRBV7-3
TRBV7-4
TRBV7-5
TRBV7-6
TRBV7-7
TRBV7-8
TRBV7-9
TRBVS-1
TRBVS-2
TRBV9
TRBV10-1
TRBV10-2
TRBV10-3
TRBV11-1
TRBV11-2
TRBV11-3
TRBV12-1
TRBV12-2
TRBV12-3
TRBV12-4
TRBV12-5
TRBV13
TRBV14
TRBV15
TRBV16
TRBV17
TRBV18
TRBV19
TRBV20-1
TRBV21-1
TRBV22-1
TRBV23-1
TRBV24-1
TRBV25-1
TRBV26
TRBV27
TRBV28
TRBV29-1
TRBV30

In particular, the TRBV gene may be TRBVS, TRBV7,
TRBV11-1, TRBV11-3, TRBV14, TRBV20-1, TRBV27 or
TRBV30.
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Two single-stranded sequences will hybridize to each
other even if there is not 100% sequence identity between
the two sequences, depending on the conditions under which
the hybridization reaction occurs and the composition and
length of the hybridizing nucleic acid sequences.

Generally, the temperature of hybridization and the ionic
strength (such as the Mg** concentration) of the hybridiza-
tion buffer will determine the stringency of hybridization.
High stringency, such as high hybridization temperature and
low salt in hybridization buffers, permits only hybridization
between nucleic acid sequences that are highly similar,
whereas low stringency, such as lower temperature and high
salt, allows hybridization when the sequences are less simi-
lar. Calculations regarding hybridization conditions for
attaining certain degrees of stringency can be readily carried
out by the skilled person and are discussed in Sambrook et
al., (1989) Molecular Cloning, second edition, Cold Spring
Harbor Laboratory, Plainview, N.Y. (chapters 9 and 11). The
skilled person will be able to optimise hybridization condi-
tions according to the results from sensitivity and specificity
tests.

The following is an exemplary set of hybridization con-
ditions for use in the present invention:

Very High Stringency (detects sequences that share at
least 90% identity)

Hybridization: 5xSSC at 65° C. for 16 hours

Wash twice: 2xSSC at room temperature (RT) for 15
minutes each

Wash twice: 0.5xSSC at 65° C. for 20 minutes each

High Stringency (detects sequences that share at least
80% identity)

Hybridization: 5x-6xSSC at 65° C.-70° C. for 16-20
hours

Wash twice: 2xSSC at RT for 5-20 minutes each

Wash twice: 1xSSC at 55° C.-70° C. for 30 minutes each

Low Stringency (detects sequences that share at least 50%
identity)

Hybridization: 6xSSC at RT to 55° C. for 16-20 hours

Wash at least twice: 2x-3xSSC at RT to 55° C. for 20-30
minutes each.

The primers disclosed herein can hybridise to the nucleic
acids encoding the TRAV12-2 alpha chain variable domains
or TRBV beta chain variable domains under low stringency,
high stringency, and very high stringency conditions.

The primer may bind with high stringency to the
sequences encoding the alpha and beta chain variable
domains. However, the primers may bind to some other loci
which have high homology to TRAV12-2 and/or the TRBV.

The nucleic acids of steps 1) and ii) may be from a natural
repertoire. Alternatively, they may be designed artificially.
Non-natural mutations may be introduced to the alpha or
beta variable domains, prior to step iii) or after step iii), i.e.
the nucleic acid sequences may have non-natural mutations
introduced prior to being cloned into vectors. Alternatively,
the non-natural mutations may be introduced after the clon-
ing steps of iii) and/or iv).

All or part of each of the nucleic acids encoding
TRAV12-2 or TRBV may be obtained synthetically and/or
designed artificially. In particular, the variable domain, the
framework region, CDR1, CDR2 and/or CDR3 sequences
may partially or fully obtained synthetically and/or designed
artificially.

By “synthetically” it is meant sequences that have been
chemically synthesised (i.e. other than by PCR or other
biological techniques). All or part of the synthetic alpha or
beta chain sequences may be chemically synthesised.
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The amplification of the TRAV12-2 variable domains
may be from a pre-prepared cDNA library, itself derived
from donor mRNA, with a forward primer designed to
specifically bind to the locus of interest. The reverse primer
may be designed to specifically bind to (at least partially) the
TCR alpha constant region, such that the resulting PCR
product contains the TRAV12-2 nucleic acid sequence,
some, all or none of the joining region and at least part of the
constant region. Such primer design ensures that the variety
and diversity of the alpha chain variable domain CDR3
region is captured, resulting in a large number of unique
TCR alpha chain sequences being represented in the library
of the invention. Alternatively, the CDR3 region may be
amplified independently, for example using primers that
specifically bind to framework sequences either side of
CDR3. The resulting PCR products may be stitched to a
TRAV12-2 sequence that does not have a CDR3.

Likewise, the amplification of the TRBV variable domain
may be from an available cDNA library, with a forward
primer designed to specifically bind to the locus of interest.
The reverse primer may be designed to specifically bind to
the TCR beta constant region, such that the resulting PCR
product contains a particular TRBV nucleic acid sequence,
some, all or none of the joining region (containing the D and
J loci) and at least part of the constant region. Such primer
design ensures that the variety and diversity of the beta chain
variable domain CDR3 region is captured, resulting in a
large number of unique TCR beta chain sequences being
represented in the library of the invention. Alternatively, the
CDR3 region may be amplified independently, for example
using primers that specifically bind to framework sequences
either side of CDR3. The resulting PCR products may be
stitched to a TRBV sequence that does not have a CDR3.

The mRNA is obtained from at least one donor. By “from
at least one donor” it is meant that the polypeptide sequence
of all or part of the alpha or beta chain variable domain is
substantially as it would naturally occur in a T cell of the
donor from whom the mRNA is obtained. Preferably, the
donor is human. The tissue type of the donor or donors may
be known. The donor or donors may be HLLA-A2 positive.

The resulting PCR products may be ligated into a phage
vector directly if they contain the complete constant gene
sequences, provided that the required ligation or recombi-
nation sequences are present in the vector and primer
sequences. Alternatively, the alpha and beta PCR products
may be stitched together with sequences containing the
alpha constant domain gene sequence and the beta constant
domain gene sequence respectively, in order to obtain com-
plete TCR chain sequences. The alpha chain and beta chain
may be randomly stitched together in order to increase the
diversity in the phage library. The complete sequences may
then be cloned into a phage vector, to be expressed as one
open reading frame. An example of a suitable cloning
strategy to produce a library of the invention is shown in
FIG. 1. Alternatively, other particle display formats may also
be used to produce the libraries of the invention. Such
methods are known to those of skill in the art and may
include, but are not limited, to display on ribosome particles
or yeast cells.

These display methods fall into two broad categories,
in-vitro and in-vivo display.

All in-vivo display methods rely on a step in which the
library, usually encoded in or with the genetic nucleic acid
of a replicable particle such as a plasmid or phage replicon
is transformed into cells to allow expression of the proteins
or polypeptides. (Pluckthun (2001) Adv Protein Chem 55
367-403). There are a number of replicon/host systems that
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have proved suitable for in-vivo display of protein or
polypeptides. These include the following:

Phage/bacterial cells

plasmid/CHO cells

Vectors based on the yeast 2 m plasmid/yeast cells

bacculovirus/insect cells

plasmid/bacterial cells

retroviral vector/mammalian cells

In vivo display methods include cell-surface display
methods in which a plasmid is introduced into the host cell
encoding a fusion protein consisting of the protein or
polypeptide of interest fused to a cell surface protein or
polypeptide. The expression of this fusion protein leads to
the protein or polypeptide of interest being displayed on the
surface of the cell. The cells displaying these proteins or
polypeptides of interest can then be subjected to a selection
process such as FACS and the plasmids obtained from the
selected cell or cells can be isolated and sequenced. Cell
surface display systems have been devised for mammalian
cells (Higuschi (1997) J Immunol. Methods 202 193-204),
yeast cells (Shusta (1999) J Mol Biol 292 949-956) and
bacterial cells (Sameulson (2002) J. Biotechnol 96 (2)
129-154). Display of single chain TCRs on the surface of
yeast cells is known in the art (WO01/48145)

Numerous reviews of the various in-vivo display tech-
niques have been published. For example, (Hudson (2002)
Expert Opin Biol Ther (2001) 1 (5) 845-55) and (Schmitz
(2000) 21 (Supp A) S106-S112).

In-vitro display methods are based on the use of ribo-
somes to translate libraries of mRNA into a diverse array of
protein or polypeptide variants. The linkage between the
proteins or polypeptides formed and the mRNA encoding
these molecules is maintained by one of two methods.
Conventional ribosome display utilises mRNA sequences
that encode a short (typically 40-100 amino acid) linker
sequence and the protein or polypeptide to be displayed. The
linker sequences allow the displayed protein or polypeptide
sufficient space to re-fold without being sterically hindered
by the ribosome. The mRNA sequence lacks a ‘stop’ codon,
this ensures that the expressed protein or polypeptide and the
RNA remain attached to the ribosome particle. The related
mRNA display method is based on the preparation of mRNA
sequences encoding the protein or polypeptide of interest
and DNA linkers carrying a puromycin moiety. As soon as
the ribosome reaches the mRNA/DNA junction translation is
stalled and the puromycin forms a covalent linkage to the
ribosome. For a review of these two related in-vitro display
methods see (Amstutz (2001) Curr Opin Biotechnol 12
400-405).

Particularly preferred is the phage display technique
which is based on the ability of bacteriophage particles to
express a heterologous peptide or polypeptide fused to their
surface proteins (Smith (1985) Science 217 1315-1317). The
procedure is quite general, and well understood in the art for
the display of polypeptide monomers. The display of
dimeric proteins such as heterodimeric TCRs is also well
established in the art (W004/044004).

There are two main procedures which apply to both
monomeric and dimeric display: Firstly (Method A) by
inserting into a vector (phagemid) DNA encoding the het-
erologous peptide or polypeptide fused to the DNA encoding
a bacteriophage coat protein (For example DNA encoding
the proteins P3 or P8). The expression of phage particles
displaying the heterologous peptide or polypeptide is then
carried out by transfecting bacterial cells with the phagemid,
and then infecting the transformed cells with a ‘helper
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phage’. The helper phage acts as a source of the phage
proteins not encoded by the phagemid required to produce a
functional phage particle.

Secondly (Method B), by inserting DNA encoding the
heterologous peptide or polypeptide into a complete phage
genome fused to the DNA encoding a bacteriophage coat
protein. The expression of phage particles displaying the
heterologous peptide or polypeptide is then carried out by
infecting bacterial cells with the phage genome. This method
has the advantage over the first method of being a ‘single-
step’ process. However, the size of the heterologous DNA
sequence that can be successtully packaged into the result-
ing phage particles is reduced. M13, T7 and Lambda are
examples of suitable phages for this method.

A variation on (Method B) the involves adding a DNA
sequence encoding a nucleotide binding domain to the DNA
in the phage genome encoding the heterologous peptide be
displayed, and further adding the corresponding nucleotide
binding site to the phage genome. This causes the heterolo-
gous peptide to become directly attached to the phage
genome. This peptide/genome complex is then packaged
into a phage particle which displays the heterologous pep-
tide. This method is fully described in WO 99/11785.

The phage particles can then be recovered and used to
study the binding characteristics of the heterologous peptide
or polypeptide. Once isolated, phagemid or phage DNA can
be recovered from the peptide- or polypeptide-displaying
phage particle, and this DNA can be replicated via PCR. The
PCR product can be used to sequence the heterologous
peptide or polypeptide displayed by a given phage particle.

The phage display of single-chain antibodies and frag-
ments thereof, has become a routine means of studying the
binding characteristics of these polypeptides. There are
numerous books available that review phage display tech-
niques and the biology of the bacteriophage. (See, for
example, Phage Display—A Laboratory Manual, Barbas et
al., (2001) Cold Spring Harbour Laboratory Press).

A third phage display method (Method C) relies on the
fact that heterologous polypeptides having a cysteine residue
at a desired location can be expressed in a soluble form by
a phagemid or phage genome, and caused to associate with
a modified phage surface protein also having a cysteine
residue at a surface exposed position, via the formation of a
disulphide linkage between the two cysteines. WO 01/05950
details the use of this alternative linkage method for the
expression of single-chain antibody-derived peptides.

As mentioned above, off heterodimeric TCRs of the
invention may have an introduced (non-native) disulphide
bond between their constant domains. This can be achieved
during the method of making the library of the invention by
stitching the amplified nucleic acid sequence to a modified
constant gene sequence. Such sequences may include those
which have a TRAC constant domain sequence and a
TRBC1 or TRBC2 constant domain sequence except that
Thr 48 of TRAC and Ser 57 of TRBC1 or TRBC2, with
reference to IMGT numbering, are replaced by cysteine
residues, the said cysteines forming a disulphide bond
between the TRAC constant domain sequence and the
TRBCI1 or TRBC2 constant domain sequence of the TCRs
of the library.

With or without the introduced inter-chain bond men-
tioned in the preceding paragraph, o heterodimeric TCRs
of the invention may have a TRAC constant domain
sequence and a TRBC1 or TRBC2 constant domain
sequence, and the TRAC constant domain sequence and the
TRBC1 or TRBC2 constant domain sequence of the TCR
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may be linked by the native disulphide bond between Cys4
of exon 2 of TRAC and Cys2 of exon 2 of TRBC1 or
TRBC2.

Alternatively, the TCR alpha chain variable domain and
the TCR beta chain variable domain may be expressed as a
single chain polypeptide. Such a configuration may include
a non-native disulphide bond between mutated amino acid
residues.

The invention also provides a method of obtaining a T cell
receptor that specifically binds a peptide antigen, comprising
screening the library according to the first aspect of the
invention with the peptide antigen.

The screening may include one or more steps as set out
below

a) panning the library using as a target the peptide antigen

b) repeating step a) one or more times

¢) screening the phage clones identified in step a) or b)

d) identifying a TCR that specifically binds the peptide

antigen.

In accordance with step (b), step (a) may be repeated
once, twice, 3 times, 4 times, 5 times, or 6 times. It may be
repeated up to 10 times. Step (a) may be repeated up to 20
times.

By panning it is meant that the phage clones are allowed
to contact an antigen and the bound phage clones separated
from the non-bound phage clones. This may include immo-
bilising the antigen on a solid support such as tubes, mag-
netic beads, column matrices, or BiaCore sensorchips. Anti-
gen attachment may be mediated by non-specific adsorption,
or by using a specific attachment tag such as a biotinylated
antigen and a streptavidin coated surface. An alternative
method may include panning on intact cells. (Hoogenboom,
H. R., et al (1998) Immunotechnology, 4(1), 1-20). The
phage clones that do not bind (i.e. phage that do not display
a TCR that binds to the antigen) are washed away. The
bound phage clones may then be eluted by; enzymatic
cleavage of a protease site, such as trypsin, between the TCR
beta chain and gene I1I; extremes of pH; or competition with
excess antigen. These phage clones may be taken through
further rounds of panning, or on to screening experiments to
identify clones with optimal binding characteristics.

The screening may be carried out, for example, by
ELISA-based methods with either coated antigen or intact
cells and may be in 96-well format; where whole cells are
used, screening may be carried out using flow cytometry.
Screening for binding affinity and kinetics may be carried
out using surface plasmon resonance for example on a
BiaCore instrument, or using a quartz crystal microbalance.
Screening methods are described in Pande, J., et al. (2010).
Biotechnol Adv 28(6): 849-58. As known to those skilled in
the art further suitable methods for screening biomolecular
interactions of this type are available including: the Octet
system from ForteBIO, which utilizes BioLayer Interferom-
etry (BLI) to measure biomolecular interactions in real time
and provide information on affinity and kinetics; the Ampli-
fied Luminescent Proximity Homogenous Assay (e.g.
AlphaScreen™) in which potentially interacting molecules
are attached to ‘donor’ and ‘acceptor’ beads that have
particular fluorescent properties when in close proximity;
the Scintillation Proximity Assay in which interactions are
assessed by transfer of beta particles between molecules in
close proximity; other optical interfacial assays as described
in, for example, WO 2004/044004.

Specificity may be determined by testing the identified
TCRs for binding to other peptides other than the peptide
antigen used to screen the library. If binding occurs to other
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peptides, the TCR may be considered to be non-specific.
Specificity may be assessed using the methods identified
above.

The peptide antigen may be a known antigen, such as
those described in Bridgeman, J. S., et al. (2012) Immunol-
ogy, 135(1), 9-18. The method of screening the library of the
invention may also be used with novel peptide antigens, in
order to identify specifically binding TCRs that may prove
useful in therapeutic areas.

A final aspect of the invention provides an isolated cell
displaying on its surface a TCR according to the invention,
i.e. an isolated T cell receptor (TCR) comprising a TCR
alpha chain variable domain comprising a TRAV12-2 gene
product and a TCR beta chain variable domain comprising
a TRBV gene product obtained from a library of the first or
second aspect of the invention, wherein the TCR specifically
binds a peptide antigen. The cell may be a T cell. The cell
may be a human, murine or other animal cell.

There are a number of methods suitable for the transfec-
tion of T cells with DNA or RNA encoding the TCRs of the
invention. (See for example Robbins et al., (2008) J Immu-
nol. 180: 6116-6131). T cells expressing the TCRs of the
invention will be suitable for use in adoptive therapy-based
treatment of diseases such as cancers, viral infections,
autoimmune diseases, inflammatory diseases, parasitic
infections and bacterial infections. As will be known to those
skilled in the art there are a number of suitable methods by
which adoptive therapy can be carried out. (See for example
Rosenberg et al., (2008) Nat Rev Cancer 8 (4): 299-308).

For use in adoptive therapy, the invention also includes
cells harbouring a TCR expression vector which comprises
nucleic acid encoding the TCR of the invention in a single
open reading frame or two distinct open reading frames.
Also included in the scope of the invention are cells har-
bouring a first expression vector which comprises nucleic
acid encoding the alpha chain of'a TCR of the invention, and
a second expression vector which comprises nucleic acid
encoding the beta chain of a TCR of the invention. Alter-
natively, one vector may express both an alpha and a beta
chain of a TCR of the invention.

The TCRs of the invention intended for use in adoptive
therapy may be glycosylated when expressed by the trans-
fected T cells. As is well known, the glycosylation pattern of
transfected TCRs may be modified by mutations of the
transfected gene (Kuball J et al. (2009), J Exp Med 206(2):
463-475).

For administration to patients, T cells transfected with
TCRs of the invention may be provided in pharmaceutical
composition together with a pharmaceutically acceptable
carrier. Cells in accordance with the invention will usually
be supplied as part of a sterile, pharmaceutical composition
which will normally include a pharmaceutically acceptable
carrier. This pharmaceutical composition may be in any
suitable form, (depending upon the desired method of
administering it to a patient). It may be provided in unit
dosage form, will generally be provided in a sealed container
and may be provided as part of a kit. Such a kit would
normally (although not necessarily) include instructions for
use. It may include a plurality of said unit dosage forms.
Suitable compositions and methods of administration are
known to those skilled in the art, for example see, Johnson
et al. Blood (114):535-46 (2009), with reference to clinical
trial numbers NCI-07-C-0175 and NCI-07-C-0174.

The pharmaceutical composition may be adapted for
administration by any appropriate route such as a parenteral
(including subcutaneous, intramuscular, intravenous, or
intraperitoneal), inhalation or oral route. Such compositions
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may be prepared by any method known in the art of
pharmacy, for example by mixing the active ingredient with
the carrier(s) or excipient(s) under sterile conditions.

Dosages of the substances of the present invention can
vary between wide limits, depending upon the disease or
disorder to be treated such as cancer, viral infection, auto-
immune disease, inflammatory disease, bacterial infection or
parasitic infection, the age and condition of the individual to
be treated, etc. For example, a suitable dose range for an
ImmTAC reagent (a soluble TCR fused to an anti-CD3
domain) may be between 25 ng/kg and 50 pg/kg. A physi-
cian will ultimately determine appropriate dosages to be
used.

TCRs of the inventions may also be may be labelled with
an imaging compound, for example a label that is suitable
for diagnostic purposes. Such labelled high affinity TCRs are
useful in a method for detecting a TCR ligand selected from
CD1-antigen complexes, bacterial superantigens, and MHC-
peptide/superantigen complexes which method comprises
contacting the TCR ligand with a high affinity TCR (or a
multimeric high affinity TCR complex) which is specific for
the TCR ligand; and detecting binding to the TCR ligand. In
tetrameric high affinity TCR complexes (formed, for
example) using biotinylated heterodimers) fluorescent
streptavidin (commercially available) can be used to provide
a detectable label. A fluorescently-labelled tetramer is suit-
able for use in FACS analysis, for example to detect antigen
presenting cells carrying the peptide antigen for which the
high affinity TCR is specific.

A high affinity TCR (or multivalent complex thereof) of
the present invention may alternatively or additionally be
associated with (e.g. covalently or otherwise linked to) a
therapeutic agent which may be, for example, a toxic moiety
for use in cell killing, or an immunostimulating agent such
as an interleukin or a cytokine. A multivalent high affinity
TCR complex of the present invention may have enhanced
binding capability for a TCR ligand compared to a non-
multimeric wild-type or high affinity T cell receptor het-
erodimer. Thus, the multivalent high affinity TCR com-
plexes according to the invention are particularly useful for
tracking or targeting cells presenting particular antigens in
vitro or in vivo, and are also useful as intermediates for the
production of further multivalent high affinity TCR com-
plexes having such uses. The high affinity TCR or multiva-
lent high affinity TCR complex may therefore be provided in
a pharmaceutically acceptable formulation for use in vivo.

High affinity TCRs of the invention may be used in the
production of soluble bi-specific reagents. In a preferred
embodiment, these are ImmTAC reagents. ImmTAC
reagents comprise a soluble TCR, fused via a linker to an
anti-CD3 specific antibody fragment. Further details includ-
ing how to produce such reagents are described in WO10/
133828.

Preferred or optional features of each aspect of the inven-
tion are as for each of the other aspects mutatis mutandis.
Accordingly, although the present invention and its advan-
tages have been described in detail, it should be understood
that various changes, substitutions and alterations can be
made herein without departing from the spirit and scope of
the invention as defined in the appended claims.

The present invention will be further illustrated in the
following Examples which are given for illustration pur-
poses only and are not intended to limit the invention in any
way.
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EXAMPLES

Example 1

Preparation of ¢cDNA for Construction of TCR Phage
Display Libraries

Isolation of mRNA from Peripheral Blood Lymphocytes
(PBLs)

RNA was extracted from PBLs obtained from volunteer
donors of known HLA type. RNA extraction was carried out
using TRI reagent (Sigma, Cat. No. T9424), in accordance
with the manufacturer’s recommended protocol. mRNA was
subsequently isolated using pMACS™ mRNA Isolation
Kits (Miltenyi, Cat. No. 130-075-101), as directed by the
manufacturer.

Preparation of cDNA from mRNA

c¢DNA was synthesised from the mRNA using SMART-
Scribe™ Reverse Transcriptase (Clontech, 639536), in
accordance with the manufacturer’s recommended protocol.
c¢DNA was further purified using S.N.A.P. Gel Purification
Kit (Invitrogen, 45-0078).

Example 2

Phage Library Construction

An outline of the library construction is shown in FIG. 1
and the corresponding primer sequences detailed in FIG. 2.
TCR chains were amplified by PCR from purified cDNA
using TRAV, or TRBYV specific forward primers and reverse
primers which anneal within either the TRAC (primer
YOL237) or the TRBC regions (primer YOL 240). The
primer sets were designed with reference to the known
sequences of human TCR chains (T Cell Receptor Facts
Book, Lefranc and Lefranc, Publ. Academic Press 2001).
The resulting PCR products comprised the full variable
domain sequence and a truncated constant domain (labelled
A and B in FIG. 1). The remaining C-terminal section of the
TRAC and TRBC2 domains, containing the non-native
cysteine residues, were amplified by PCR from a separate
cloning vector using the primers YOL236 and YOL238 for
TRAC, and YOL239 and YOL22 for TRBC2 (labelled C
and D in FIG. 1). Purified A/C and B/D fragments were then
stitched together in separate reactions via their overlapping
primer regions (YOL237/YOL236 and YOL240/YOL239
respectively). The resulting A-C and B-D fragments were
gel purified and stitched together via overlap PCR using the
TRAV specific forward primer and YOL22 reverse primer,
with the TRBV and YOL238 primer regions providing the
overlapping sequence. This final stitching reaction results in
random recombination between alpha chains and beta
chains. The fragments were ligated into a suitable phagemid
vector, termed pIM672 (pIM672 is based on the pEX922
vector previously described (see W(02005116074)), which
was then used to transform highly transformation efficient
electro-competent TG1 E. coli cells. Cultures were plated on
2xTYEag (EzMix, Sigma, Cat. No. Y2627 plus 100 pg/ml
ampicillin and 2% glucose) agar plates overnight at 30° C.,
and the resultant cell lawns scraped into a small volume of
2xTYag medium containing 100 pg/ml ampicillin, 20%
glycerol and 2% glucose. Glycerol stocks of the libraries
were stored at —80° C.

Example 3

Library Propagation and Panning

Propagation of Phage Particles

An aliquot of phage library glycerol stock, sufficient to
cover the diversity of the library, was used to inoculate
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2xYTag media, to an initial OD600 of 0.05. The cultures
were then incubated to an OD600 of about 0.5. Helper phage
were then added at an infection ratio of ~20:1 phage to E.
coli, The cultures were then mixed by inverting and incu-
bated for 30 min at 37° C. The cultures were centrifuged and
the pellets resuspended in 2xYTak (as 2xYTag but in the
absence of glucose and with the addition of 50 pg/ml
kanamycin) and subsequently incubated at 26° C. for 16 h
with shaking.

Isolation of Phage Particles

The cultures were pooled, centrifuged and the supernatant
collected and filtered at 0.45 um. The eluate was mixed with
7 ml PEG/NaCl (20% PEG-8000 (Sigma Cat. No. 5413),
2.5M NaCl) and incubated on ice for 30 min. The sample
was then pelleted and the supernatant discarded. The pellet
was resuspended in 10 ml in PBS (Dulbeccos Sigma Cat.
No. D8537—no Mg, no Ca) and re-centrifuged. The result-
ing supernatant was collected, mixed with 5 ml PEG/NaCl
and stored on ice for 30 min. After centrifuging, the pellet
was resuspended in 3 ml PBS, re-centrifuged, and the
supernatant collected. An estimate of the phage concentra-
tion was determined using a Nanodrop spectrophotometer,
where the number of phage per mlI=0D260x(22.14x10'°)

Panning

Purified phage particles were mixed with 3% MPBS
buffer (PBS (Dulbeccos Sigma Cat. No. D8537—no Mg, no
Ca) plus 3% milk powder, previously incubated with strepta-
vidin-coated paramagnetic beads, and then treated with 15
mM EDTA followed by extensive dialysis, and finally
filtered at 0.22 pum) and incubated at room temperature for
1 h. 10% (v/v). Tween-20 was then added plus 100 nM or 1p
M biotinylated peptide-HLLA. Samples were mixed at room
temperature for 60 min. Phage-biotinylated-HL.A complexes
were rescued by the addition of streptavidin-coated para-
magnetic beads pre-blocked in 3% MPBS buffer, and incu-
bated at room temperature for 7 min. After capture, beads
were isolated using a magnetic concentrator (Dynal) and
washed three times with 3% MPBS (not EDTA treated) and
twice with PBS-0.1% Tween. Phage particles were eluted in
0.5 ml TBSC (10 mM Tris, pH7.4, 137 mM NaCl, 1 mM
CaCl,) and 0.1 mg/ml trypsin) for 25 min at room tempera-
ture and 5 min at 37° C. with gentle rotation.

Eluted phage particles were used to infect early log phase
TG1 E. coli cells. Cultures were incubated for 37° C. for 30
min and subsequently plated out onto YTEag (10 g Tryp-
tone, 5 g yeast extract, 8 g NaCl, 15 g Bacto-Agar in 1 L
MQ-water, plus 100 pg/ml ampicillin, and 2% glucose) in
serial dilutions of 1 pl, 0.1 pl and 0.01 pl. The remaining
culture was concentrated and also plated onto YTEag. Plates
were incubated at 30° C. for 16 h. The following day
colonies from the plates were added to 2xTYag, frozen on
dry ice and stored at —80° C. for the next round of panning.
Colonies from each selection were analysed by PCR to
check for full-length inserts.

After the third round of selection, colonies were scrapped
from agar plates and used to inoculate sterile 2xTYag in a 96
well Cellstar cell culture plate at one clone per well. Plates
were incubated at 26° C. for 16 h with shaking. These
cultures were then used to inoculate fresh 2xTYag media in
96 well plates and incubated for 30 min at 37° C. with
shaking until OD600=0.5. Helper phage were then added to
each well at 20:1 phage—FE. coli infection ratio and the
plates incubated for 30 min at 37° C. without shaking.
Pellets were collected by centrifugation and resuspended in
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2xYTak. Plates were incubated for 16 h at 26° C. with
shaking. Cells were then pelleted and supernatant collected
for ELISA screening.

Example 4

Detection of phage particles bearing antigen-specific TCR
by ELISA screening Phage clones that bound to a given
peptide-HLA complex were identified by ELISA screening
and subsequently tested for specificity against a panel of
alternative peptide-HLA complexes. ELISA plates were
prepared using biotinylated peptide-HLA(s). Detection was
carried out using an anti-Fd antibody (Sigma, Cat. No.
B7786) followed by a monoclonal anti-rabbit IgG peroxi-
dase conjugate (gamma chain specific clone RG96) (Sigma,
Cat. No. A1949). Bound antibody was detected using the
KPL labs TMB Microwell peroxidase Substrate System
(Cat. No. 50-76-00). The appearance of a blue colour in the
wells indicated the phage clone had bound to the cognate
peptide-HL A, while a lack of colour in the wells containing
alternative peptide-HLA complexes indicated no binding
and therefore that that binding to the cognate antigen was
specific.

Example 5

Construction and Panning of Libraries Comprising a
TRAV12-2 Gene Product and a Single TRBV Gene Product

Libraries comprising TRAV12-2 and the following TRBV
gene products were constructed:

TRBVS

TRBV7

TRBV11-1

TRBV11-3

TRBV14

TRBV20-1

TRBV27

TRBV30

Libraries were prepared according to the methods
described in Examples 1 and 2, and with reference to the
primer sequences in FIG. 2, except for the following:

For the TRBVS library, the TRAV12-2 fragment was
amplified with the following forward primer: gcccagecgge-
catggcccagaaggaggtggagcagaatte (SEQ ID No: 16).

For the TRBV7 library the alpha constant domain and the
first part of a TRBV region (FIG. 1, fragments C and the first
part of B respectively) were amplified as a single fragment
from a cloning vector, using YOL236 (FIG. 2) and the
following reverse primer: gggcagcectgatttgtettgttgggcttcat-
aattgaa (SEQ ID No: 17). The resulting fragment encoded
the entire alpha constant domain plus the sequence of TRBV
up to CDR2. The remaining part of TRBV (second part of
B fragment) including the CDR3 region, was amplified from
cDNA wusing the following forward  primer:
cagggcccagagtttctgacttacttcaattat (SEQ ID No: 18), and
YOL240 reverse primer (FIG. 2). The resulting B fragment
comprised both TRBV7-6 and TRBV7-7. The two frag-
ments were then stitched, together with the A and D frag-
ments, via overlapping primer regions, as described in
Example 1.

For the TRBV11-1 library the TRBV fragment (denoted
B in FIG. 1) was prepared in two steps. In the first step the
framework, CDR1 and CDR2 sequences of TRBV11-1 were
amplified from ¢cDNA using the following primers: TRBV
specific forward primer, gaagctgaagttgeccagtce (SEQ 1D
No: 19), and TRBV reverse primer, gtctactcctttgagectctetge
(SEQ ID No: 20). Both primers were PTO modified at the 3'
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end to reduce enzymatic degradation (PTO modification
indicates inclusion of a phosphorothioate bond in the phos-
phate backbone of the oligonucleotide, wherein a sulphur
atom substitutes for a non-bridging oxygen. In the second
step, the CDR3 region was amplified from cDNA using the
following forward primer gcagagaggctcaaaggagtagac (SEQ
ID No: 21), which was PTO modified at the 3' end, and
YOL240 reverse primer (as shown in FIG. 2). The two
sections were stitched together via their overlapping primer
regions to produce a single TRBV fragment (fragment B),
which was then stitched to the other fragments as described
in Example 1.

For the TRBV20-1 library the alpha constant domain and
the first part of the TRBV region (FIG. 1, fragments C and
the first part of B respectively) were amplified as a single
fragment from a cloning vector, using YOL236 (FIG. 2) and
the following reverse primer: agttgtggectgaaagtccagg-
gaacggcactcgat (SEQ ID No: 22. The resulting fragment
therefore encoded the entire alpha constant domain plus the
sequence of TRBV20-1 up to CDR1. The remaining part of
TRBV (second part of B fragment) including the CDR3
region, was amplified from cDNA using the following
forward primer: atcgagtgccgttcectggactttcaggecacaact (SEQ
ID No: 23), and YOL240 reverse primer (FIG. 2). The two
fragments were then stitched, together with the A and D
fragments, via overlapping primer regions, as described in
Example 1.

Each library was panned with peptide-HLA complexes
according to Example 3 and ELISA screening was carried
out as described in Example 4. FIGS. 3-10 show represen-
tative specificity ELISAs for TCRs obtained from libraries
of the invention. These data confirm that the libraries of the
invention are useful for the isolation of antigen specific
TCRs.

The DNA sequences of the TCRs from ELISA positive
phage clones was obtained by sequencing using methods
known to those skilled in the art.

Example 6

Biacore Analysis of TCRs Obtained from the Library

Method

The affinity for antigen of the TCRs isolated from the
library was determined by surface plasmon resonance using
a BlAcore 3000 instrument and reported in terms of an
equilibrium dissociation constant (KD). The TCRs
sequences obtained from the phage clones were used to
produce soluble versions of the TCRs using the method
described in Boulter, et al., Protein Eng, 2003. 16: 707-711.
Biotinylated specific and control pMHC monomers were
prepared as described in Garboczi, et al. Proc Natl Acad Sci
USA 1992. 89: 3429-3433 and O’Callaghan, et al., Anal
Biochem 1999. 266: 9-15, and immobilized on to a strepta-
vidin-coupled CM-5 sensor chips. All measurements were
performed at 25° C. in PBS buffer (Sigma) supplemented
with 0.005% Tween (Sigma) at a constant flow rate. To
measure affinity, serial dilutions of the soluble TCRs were
flowed over the immobilized pMHCs and the response
values at equilibrium were determined for each concentra-
tion. Equilibrium dissociation constants (KD) were deter-
mined by plotting the specific equilibrium binding against
protein concentration followed by a least squares fit to the
Langmuir binding equation, assuming a 1:1 interaction. FIG.
11 provides representative Biacore data for TCRs obtained
from the libraries of the invention.
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SEQUENCE LISTING

<160> NUMBER OF SEQ ID NOS: 23

<210> SEQ ID NO 1

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence
<220> FEATURE:

<223> OTHER INFORMATION: YOL22 Reverse Primer sequence

<400> SEQUENCE: 1

cattttcagyg gatagcaagc

<210> SEQ ID NO 2

<211> LENGTH: 47

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRAV12-2 Primer sequence

<400> SEQUENCE: 2

ctegeggece agccggecat ggeccagaag gaggtggage agaatte

<210> SEQ ID NO 3

<211> LENGTH: 39

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBVS5 Primer Sequence

<400> SEQUENCE: 3

ctattctcac agegegeagg acgctggagt cacccaaag

<210> SEQ ID NO 4

<211> LENGTH: 37

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBV7 Primer Sequence

<400> SEQUENCE: 4

ctattctcac agegegeagg gtgetggagt ctceecag

<210> SEQ ID NO 5

<211> LENGTH: 40

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBV11-1 Primer Sequence

<400> SEQUENCE: 5

ctattctcac agegegcagg aagctgaagt tgeccagtece

<210> SEQ ID NO 6

<211> LENGTH: 35

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBV11-3 Primer Sequence

<400> SEQUENCE: 6
ctattctcac agegegeagg aagctggagt ggtte
<210> SEQ ID NO 7
<211> LENGTH: 40

<212> TYPE: DNA
<213> ORGANISM: Artificial Sequence

20
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-continued
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<220> FEATURE:
<223> OTHER INFORMATION: TRBV14 Primer Sequence

<400> SEQUENCE: 7

ctattctcac agegegcagg aagctggagt tactcagtte

<210> SEQ ID NO 8

<211> LENGTH: 40

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBV20-1 Primer Sequence

<400> SEQUENCE: 8

ctattctcac agegegcagg gtgctgtegt ctetcaacat

<210> SEQ ID NO 9

<211> LENGTH: 38

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBV27 Primer Sequence

<400> SEQUENCE: 9

ctattctcac agcegegcagg aagcccaagt gacccaga

<210> SEQ ID NO 10

<211> LENGTH: 40

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBV30 Primer Sequence

<400> SEQUENCE: 10

ctattctcac agegegcagt ctcagactat tcatcaatgg

<210> SEQ ID NO 11

<211> LENGTH: 22

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: YOL237 Reverse Primer Sequence

<400> SEQUENCE: 11

gagtctctca getggtacac gg

<210> SEQ ID NO 12

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: YOL240 Reverse Primer Sequence

<400> SEQUENCE: 12

agtgtggect tttgggtgtg

<210> SEQ ID NO 13

<211> LENGTH: 22

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: YOL236 Forward Primer Sequence

<400> SEQUENCE: 13

cegtgtacca gectgagagac tc

40
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<210> SEQ ID NO 14

<211> LENGTH: 21

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: YOL238 Reverse Primer Sequence

<400> SEQUENCE: 14

gcgegcetgtyg agaatagaaa g 21

<210> SEQ ID NO 15

<211> LENGTH: 20

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: YOL239 Forward Primer Sequence

<400> SEQUENCE: 15

cacacccaaa aggccacact 20

<210> SEQ ID NO 16

<211> LENGTH: 41

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRAV12-2 Fragment Forward Primer sequence

<400> SEQUENCE: 16

geccageegg ccatggecca gaaggaggtg gagcagaatt ¢ 41

<210> SEQ ID NO 17

<211> LENGTH: 39

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBV7 Fragment Including CDR2 Region Reverse
Primer sequence

<400> SEQUENCE: 17

gggcagcect gatttgtctt gttgggettce ataattgaa 39

<210> SEQ ID NO 18

<211> LENGTH: 33

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBV7 Fragment Including CDR3 Region Forward
Primer sequence

<400> SEQUENCE: 18

cagggcccag agtttctgac ttacttcaat tat 33

<210> SEQ ID NO 19

<211> LENGTH: 21

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBV Specific Forward Primer sequence

<400> SEQUENCE: 19

gaagctgaag ttgcccagte ¢ 21
<210> SEQ ID NO 20

<211> LENGTH: 24

<212> TYPE: DNA
<213> ORGANISM: Artificial Sequence
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<220> FEATURE:
<223> OTHER INFORMATION: TRBV Reverse Primer sequence

<400> SEQUENCE: 20

gtctactecect ttgagecctcet ctge 24

<210> SEQ ID NO 21

<211> LENGTH: 24

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: CDR3 Region Forward Primer sequence

<400> SEQUENCE: 21

gcagagaggc tcaaaggagt agac 24

<210> SEQ ID NO 22

<211> LENGTH: 36

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBV20-1 Fragment Including CDR1 Region Reverse
Primer sequence

<400> SEQUENCE: 22

agttgtggcce tgaaagtcca gggaacggca ctegat 36

<210> SEQ ID NO 23

<211> LENGTH: 36

<212> TYPE: DNA

<213> ORGANISM: Artificial Sequence

<220> FEATURE:

<223> OTHER INFORMATION: TRBV20-1 Fragment Including CDR3 Region Forward
Primer sequence

<400> SEQUENCE: 23

atcgagtgee gttcectgga ctttcaggee acaact 36

40
The invention claimed is: 2. The method of claim 1, wherein the single TRBV gene

1. A method of obtaining a T cell receptor that specifically is one of:
binds a peptide antigen, comprising screening a library of

particles displaying a plurality of different T cell receptors TRBV1
(TCRs) with the peptide antigen, wherein the plurality of 4 ;g@ .
TCRS consists essentially of TCRs comprising (a) an alpha TRBV3-2
chain variable domain (Vo) that is a TRAV12-2 gene %gxii
product from a natural repertoire of TCRs, and (b) a beta TRBV4-3
chain, the beta chain comprising a beta chain variable 0 %gﬁi
domain (V) that is a gene product of a TRBV gene, wherein TRBV5-3
the Vo CDR3 length varies among the plurality of displayed %gg‘;
TCRs and the V CDR3 length varies among the plurality TRBV5-6
of displayed TCR, wherein the TCRs are covalently linked 55 ;gﬁ;
to the particles, and wherein the particles are phage particles, TRBV6-1
ribosomes, yeast cells, or mammalian cells, the method ;gzzg
comprising: TRBV6-4
e} pgnning the library using as a target the peptide 60 %gzzz
antigen, TRBV6-7
. L TRBV6-8
(2) repeating step (1) one or more times; TRBV6.9
(3) screening the phage clones identified in step (1) or (2); TRBV7-1
and TRBV7-2
65 TRBV7-3
(4) identifying a TCR that specifically binds the peptide TRBV7-4

antigen.
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-continued -continued
TRBV7-5 TRBV17
TRBV7-6 TRBV18
TRBV7-7 TRBV19
TRBV7-8 5 TRBV?20-1
TRBV7-9 TRBV21-1
TRBVS-1 TRBV22-1
TRBVS-2 TRBV23-1
TRBV9 TRBV24-1
TRBV10-1 TRBV25-1
TRBV10-2 10 TRBV26
TRBV10-3 TRBV27
TRBV11-1 TRBV28
TRBV11-2 TRBV29-1
TRBV11-3 TRBV30
TRBV12-1
TRBV12-2 15
TRBV12-3 3. The method of claim 1, wherein the alpha chain
%g&;g variable domain and the beta chain variable domain are
TRBVI13 displayed as a single chain polypeptide.
%g&‘s‘ 4. The method of claim 1, wherein the peptide antigen

20 comprises HLA-A2.



